SEQUENCE LISTING 



<110> MUNROE, DONALD G. 



KAMBOJ, RAJENDER 
PETERS , DIANA 



KOOSHESH, FATEMEH 
VYAS, TEJAL B. 



GUPTA, ASHWANI K. 



<120> AN ISOLATED HUMAN EDG-4 RECEPTOR 



<130^_ip_8^074,-_Q-002a — 

<140> 10/084,507 
<141> 2002-02-28 

<150> 09/222,995 
<151> 1998-12-30 

<150> 60/109,885 
<151> 1998-11-25 

<150> 60/080,610 
<151> 1998-04-03 

<150> 60/070,185 
<151> 1997-12-30 

<160> 24 

<170> Patentln Ver. 2.1 

<210> 1 

<211> 35 

<212> DNA 

<213> Rattus sp. 

<400> 1 

gagaaggttc aggaacacta caattacacc aagga 35 

<210> 2 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 



primer 



<400> 2 

attataccaa ggagacgctg gaaac 



25 



<210> 3 

<211>_2_5- 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 3 

agagagcaag gtattggcta cgaag 

<210> 4 
<211> 22 
<212> DNA 

<213> Art if. i_cial Sequence — 



<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 4 

tcctctcctc gtcacatttc cc 



<210> 5 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer , 

<400> 5 

gcattcacaa gaaattactc tgaggc 



<210> 6 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 6 

gagccccacc atgggcagct tgtact 

<210> 7 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 



<400> 7 

gcattcacaa gaaattactc tgaggc 



<210> 8 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer ... — — — — - 

<400> 8 

tttaaaaagc ttcccaccat gggcagcttg tact 

<210> 9 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 9 

tatatatcta gacattcaca agaaattact ctgaggc 



<210> 10 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 10 

tatatatcta gaggaaatgt gacgaggaga gg 

<210> 11 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 11 

tttaaaggta ccgccaccat gggcagcttg tac 



<210> 12 
<211> 33 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: synthetic 
primer 

<400> 12 

tatatatcta gagaccaccg tgttgccctc cag 33 



<210> 13 

<211>" 445 ~ 

<212> DNA 

<213> Homo sapiens 



<400> 13 

aaagccccat ggccccagca ggcctctgag ccccaccatg ggcagcttgt actcggagta 60 

cctgaacccc aacaaggtcc aggaacacta taattatacc aaggagacgc tggaaacgca 120 

ggagacgacc tcccgccagg tggcctcggc attcatcgtc atcctctgtt gcgccattgt 180 

ggtggaaaac cttctggtgc tcattgcggt ggcccgaaac agcaagttcc actcggcaat 240 

gtacctgttt ctgggcaacc tggccgcctc cgatctactg gcaggcgtgg ccttcgtagc 300 

caataccttg ctctctggct ctgtcacgct gaggctgacg cctgtgcagt ggtttgcccg 360 

ggacggtctg ccttcatcac gctctcggcc tctgtcttca gcctcctggc catcgccatt 420 

gagcgccacg tggccattgc aaagg 445 



<210> 14 

<211> 364 

<212> DNA 

<213> Homo sapiens 



<400> 14 

aaagccccat ggccccagca ggcctctgag ccccaccatg ggcagcttgt actcggagta 60 
cctgaacccc aacaaggtcc aggaacacta taattatacc aaggagacgc tggaaacgca 120 
ggagacgacc tcccgccagg tggcctcggc cttcatcgtc atcctctgtt gcgccattgt 180 
ggtggaaaac cttctggtgc tcattgcggt ggcccgaaac agcaagttcc actcggcaat 24 0 
gtacctgttt ctgggcaacc tggccgcctc cgatctactg gcaggcgtgg ccttcgtagc 300 
caataccttg ctctctggct ctgtcacgct gaggctgacg cctgtgcagt ggtttgcccg 360 
ggac 364 



<210> 15 
<211> 369 
<212> DNA 

<213> Homo sapiens 



<400> 15 

agttctgaaa gccccatggc cccagcaggc ctctgagccc caccatgggc agcttgtact 60 
cggagtacct gaaccccaac aaggtccagg aacactataa ttataccaag gagacgctgg 120 
aaacgcagga gacgacctcc cgccaggtgg gctcggcctt catcgtcatc ctctgttgcg 180 
ccattgtggt ggaaaacctt ctggtgctca ttgcggtggc ccgaaacagc aagttccact 240 
cggcaatgta cctgtttctg ggcaacctgg ccgcctccga tctactggca ggcgtggctt 300 
cgtagccaat accttgctct ctggctctgt cacgctgagg ctgacgcctg tgcagtggtt 360 
tgcccggga 369 
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<210> 16 

<211> 1170 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (38) . . (1096) 

<220> 

<221> MOD_RES 

_<222>.._(.2.73_) — 

<223> Leu or Phe 

<400> 16 

aaagccccat ggccccagca ggcctctgag ccccacc atg ggc age ttg tac teg 55 

Met Gly Ser Leu Tyr Ser 
1 5 



gag tac ctg aac ccc aac aag gtc cag gaa cac tat aat tat acc aag 103 
Glu Tyr Leu Asn Pro Asn Lys Val Gin Glu His Tyr Asn Tyr Thr Lys 
10 15 20 

gag acg ctg gaa acg cag gag acg acc tec cgc cag gtg gee teg gee 151 
Glu Thr Leu Glu Thr Gin Glu Thr Thr Ser Arg Gin Val Ala Ser Ala 
25 30 35 

ttc ate gtc ate etc tgt tgc gec att gtg gtg gaa aac ctt ctg gtg 199 
Phe lie Val lie Leu Cys Cys Ala lie Val Val Glu Asn Leu Leu Val 
40 45 50 

etc att gcg gtg gee cga aac age aag ttc cac teg gca atg tac ctg 247 
Leu lie Ala Val Ala Arg Asn Ser Lys Phe His Ser Ala Met Tyr Leu 
55 60 65 70 

ttt ctg ggc aac ctg gee gee tec gat eta ctg gca ggc gtg gee ttc 295 
Phe Leu Gly Asn Leu Ala Ala Ser Asp Leu Leu Ala Gly Val Ala Phe 
75 80 85 

gta gee aat acc ttg etc tct ggc tct gtc acg ctg agg ctg acg cct 343 
Val Ala Asn Thr Leu Leu Ser Gly Ser Val Thr Leu Arg Leu Thr Pro 
90 95 100 

gtg cag tgg ttt gee egg gag ggc tct gee ttc ate acg etc teg gee 391 
Val Gin Trp Phe Ala Arg Glu Gly Ser Ala Phe lie Thr Leu Ser Ala 
105 110 115 

tct gtc ttc age etc ctg gee ate gee att gag cgc cac gtg gee att 439 
Ser Val Phe Ser Leu Leu Ala lie Ala lie Glu Arg His Val Ala lie 
120 125 130 

gee aag gtc aag ctg tat ggc age gac aag age tgc cgc atg ctt ctg 487 
Ala Lys Val Lys Leu Tyr Gly Ser Asp Lys Ser Cys Arg Met Leu Leu 
135 140 145 150 



ctc_atc— ggg- gee - teg- -tgg -efee-a-tc— teg— ctg--gtc— ctc~ggt~ ggc ctg - ccc" 5 3 5" ~ 

Leu lie Gly Ala Ser Trp Leu lie Ser Leu Val Leu Gly Gly Leu Pro 
155 160 165 
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ate ctt ggc tgg aac tgc ctg ggc cac etc gag gec tgc tec act gtc 583 
lie Leu Gly Trp Asn Cys Leu Gly His Leu Glu Ala Cys Ser Thr Val 
170 175 180 

ctg cct etc tac gee aag cat tat gtg ctg tgc gtg gtg ace ate ttc 631 
Leu Pro Leu Tyr Ala Lys His Tyr Val Leu Cys Val Val Thr lie Phe 
185 190 195 

tec ate ate ctg ttg gee ate gtg gee ctg tac gtg cgc ate tac tgc 67 9 
Ser lie lie Leu Leu Ala lie Val Ala Leu Tyr Val Arg lie Tyr Cys 

200 2.0.5 2-10 — — 

gtg gtc cgc tea age cac get gac atg gee gee ccg cag acg eta gee 727 
Val Val Arg Ser Ser His Ala Asp Met Ala Ala Pro Gin Thr Leu Ala 
215 220 225 230 

ctg etc aag acg gtc ace ate gtg eta ggc gtc ttt ate gtc tgc tgg 775 
Leu Leu Lys Thr Val Thr lie Val Leu Gly Val Phe lie Val Cys Trp 
235 240 245 

ctg ccc gee ttc age ate etc ctt ctg gac tat gee tgt ccc gtc cac 823 
Leu Pro Ala Phe Ser lie Leu Leu Leu Asp Tyr Ala Cys Pro Val His 
250 255 260 

tec tgc ccg ate etc tac aaa gee cac tac ytt ttc gee gtc tec ace 871 
Ser Cys Pro lie Leu Tyr Lys Ala His Tyr Xaa Phe Ala Val Ser Thr 
265 270 275 

ctg aat tec ctg etc aac ccc gtc ate tac acg tgg cgc age egg gac 919 
Leu Asn Ser Leu Leu Asn Pro Val lie Tyr Thr Trp Arg Ser Arg Asp 
280 285 290 

ctg egg egg gag gtg ctt egg ccg ctg cag tgc tgg egg ccg ggg gtg 967 
Leu Arg Arg Glu Val Leu Arg Pro Leu Gin Cys Trp Arg Pro Gly Val 
295 300 305 310 

ggg gtg caa gga egg agg egg ggc ggg ace ccg ggc cac cac etc ctg 1015 
Gly Val Gin Gly Arg Arg Arg Gly Gly Thr Pro Gly His His Leu Leu 
315 320 325 

cca etc cgc age tec age tec ctg gag agg ggc atg cac atg ccc acg 1063 
Pro Leu Arg Ser Ser Ser Ser Leu Glu Arg Gly Met His Met Pro Thr 
330 335 340 

tea ccc acg ttt ctg gag ggc aac acg gtg gtc tgagggtggg ggtggaccaa 1116 
Ser Pro Thr Phe Leu Glu Gly Asn Thr Val Val 
345 350 

caaccaggcc agggcatagg ggttcatgga aaggccactg ggtgacccca aata 1170 

<210> 17 
<211> 353 
<212> PRT 

_<2 13>_Homo__sapiens — 
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<220> 

<221> MOD_RES 

<222> (273) 

<223> Leu or Phe 

<400> 17 

Met Gly Ser Leu Tyr Ser Glu Tyr Leu Asn Pro Asn Lys Val Gin Glu 
15 10 15 

His Tyr Asn Tyr Thr Lys Glu Thr Leu Glu Thr Gin Glu Thr Thr Ser 
20 25 30 

-fffg'G'In "VaJTAla Ser~Ala~p"he lie Val lie Leu Cys Cys Ala He Val 
35 40 45 

Val Glu Asn Leu Leu Val Leu He Ala Val Ala Arg Asn Ser Lys Phe 
50 55 60 

His Ser Ala Met Tyr Leu Phe Leu Gly Asn Leu Ala Ala Ser Asp Leu 
65 70 75 80 

Leu Ala Gly Val Ala Phe Val Ala Asn Thr Leu Leu Ser Gly Ser Val 
85 90 95 

Thr Leu Arg Leu Thr Pro Val Gin Trp Phe Ala Arg Glu Gly Ser Ala 
100 105 110 

Phe He Thr Leu Ser Ala Ser Val Phe Ser Leu Leu Ala He Ala He 
115 120 125 

Glu Arg His Val Ala He Ala Lys Val Lys Leu Tyr Gly Ser Asp Lys 
130 135 140 

Ser Cys Arg Met Leu Leu Leu He Gly Ala Ser Trp Leu He Ser Leu 
145 ~ ~ 150 155 160 

Val Leu Gly Gly Leu Pro He Leu Gly Trp Asn Cys Leu Gly His Leu 
165 170 175 

Glu Ala Cys Ser Thr Val Leu Pro Leu Tyr Ala Lys His Tyr Val Leu 
180 185 190 

Cys Val Val Thr He Phe Ser He He Leu Leu Ala He Val Ala Leu 
195 200 205 

Tyr Val Arg He Tyr Cys Val Val Arg Ser Ser His Ala Asp Met Ala 
210 215 220 

Ala Pro Gin Thr Leu Ala Leu Leu Lys Thr Val Thr lie Val Leu Gly 
225 230 235 240 

Val Phe He Val Cys Trp Leu Pro Ala Phe Ser He Leu Leu Leu Asp 
245 250 255 



Tyr Ala Cys Pro Val His Ser Cys Pro He Leu Tyr Lys Ala His Tyr 
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Xaa Phe Ala Val Ser Thr Leu Asn Ser Leu Leu Asn Pro Val lie Tyr 
275 280 285 

Thr Trp Arg Ser Arg Asp Leu Arg Arg Glu Val Leu Arg Pro Leu Gin 
290 295 300 

Cys Trp Arg Pro Gly Val Gly Val Gin Gly Arg Arg Arg Gly Gly Thr 
305 310 315 320 

Pro Gly His His Leu Leu Pro Leu Arg Ser Ser Ser Ser Leu Glu Arg 
325 330 335 



Gly Met His Met Pro Thr Ser Pro Thr Phe Leu Glu Gly Asn Thr Val 
340 345 350 

Val 



<210> 18 

<400> 18 
000 



<210> 19 

<211> 1062 

<212> DNA 

<213> Homo sapiens 



<400> 19 

atgggcagct 

accaaggaga 

gtcatcctct 

aacagcaagt 

ctggcaggcg 

acgcctgtgc 

ttcagcctcc 

ggcagcgaca 

gtcctcggtg 

actgtcctgc 

atcctgttgg 

gctgacatgg 

gtctttatcg 

gtccactcct 

tccctgctca 

cggccgctgc 

ccgggccacc 

cccacgtcac 



tgtactcgga 
cgctggaaac 
gttgcgccat 
tccactcggc 
tggccttcgt 
agtggtttgc 
tggccatcgc 
agagctgccg 
gcctgcccat 
ctctctacgc 
ccgtcgtggc 
ccgccccgca 
tctgctggct 
gcccgatcct 
accccgtcat 
agtgctggcg 
acctcctgcc 
ccacgtttct 



gtacctgaac 
gcaggagacg 
tgtggtggaa 
aatgtacctg 
agccaatacc 
ccgggagggc 
cattgagcgc 
catgcttctg 
ccttggctgg 
caagcattat 
cctgtacgtg 
gacgctagcc 
gcccgccttc 
ctacaaagcc 
ctacacgtgg 
gccgggggtg 
actccgcagc 
ggagggcaac 



cccaacaagg 
acctcccgcc 
aaccttctgg 
tttctgggca 
ttgctctctg 
tctgccttca 
cacgtggcca 
ctcatcgggg 
aactgcctgg 
gtgctgtgcg 
cgcatctact 
ctgctcaaga 
agcatcctcc 
cactaccttt 
cgcagccggg 
ggggtgcaag 
tccagctccc 
acggtggtct 



tccaggaaca 
aggtggcctc 
tgctcattgc 
acctggccgc 
gctctgtcac 
tcacgctctc 
ttgccaaggt 
cctcgtggct 
gccacctcga 
tggtgaccat 
gcgtggtccg 
cggtcaccat 
ttctggacta 
tcgccgtctc 
acctgcggcg 
gacggaggcg 
tggagagggg 
ga 



ctataattat 
ggccttcatc 
ggtggcccga 
ctccgatcta 
gctgaggctg 
ggcctctgtc 
caagctgtat 
catctcgctg 
ggcctgctcc 
cttctccatc 
ctcaagccac 
cgtgctaggc 
tgcctgtccc 
caccctgaat 
ggaggtgctt 
gggcgggacc 
catgcacatg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1062 



<210> 20 

<400> 20 
000 

<210> 21 

<211>_352 

<2T2> PRT 

<213> Rattus sp. 
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<400> 21 

Met Gly Gly Leu Tyr Ser Glu Tyr Leu Asn Pro Glu Lys Val Gin Glu 
15 10 15 

His Tyr Asn Tyr Thr Lys Glu Thr Leu Asp Met Gin Glu Thr Pro Ser 
20 25 30 

Arg Lys Val Ala Ser Ala Phe lie lie lie Leu Cys Cys Ala lie Val 
35 40 45 

Val Glu Asn Leu JLeu_ Val_ Leu. Ile_.Ala. Val _Ala- Arg— Asn— Ser-Lys— Phe- 
50 " 55 60 

His Ser Ala Met Tyr Leu Phe Leu Gly Asn Leu Ala Ala Ser Asp Leu 
65 70 ~ 75 *" 80 

Leu Ala Gly Val Ala Phe Val Ala Asn Thr Leu Leu Ser Gly Pro Val 
85 90 95 

Thr Leu Ser Leu Thr Pro Leu Gin Trp Phe Ala Arg Glu Gly Ser Ala 
100 105 110 

Phe He Thr Leu Ser Ala Ser Val Phe Ser Leu Leu Ala He Ala He 
115 120 . 125 

Glu Arg Gin Val Ala lie Ala Lys Val Lys Leu Tyr Gly Ser Asp Lys 
130 135 " 140 

Ser Cys Arg Met Leu Met Leu lie Gly Ala Ser Trp Leu He Ser Leu 
145 150 155 160 

He Leu Gly Gly Leu Pro He Leu Gly Trp Asn Cys Leu Asp His Leu 
165 170 " 175 

Glu Ala Cys Ser Thr Val Leu Pro Leu Tyr Ala Lys His Tyr Val Leu 
180 185 190 

Cys Val Val Thr He Phe Ser Val He Leu Leu Ala He Val Ala Leu 
195 200 205 

Tyr Val Arg He Tyr Phe Val Val Arg Ser Ser His Ala Asp Val Ala 
210 215 220 

Gly Pro Gin Thr Leu Ala Leu Leu Lys Thr Val Thr He Val Leu Gly 
225 230 235 240 

Val Phe He He Cys Trp Leu Pro Ala Phe Ser He Leu Leu Leu Asp 
245 250 255 

Ser Thr Cys Pro Val Arg Ala Cys Pro Val Leu Tyr Lys Ala His Tyr 
260 265 270 

Phe Phe Ala Phe Ala Thr Leu Asn Ser Leu Leu Asn Pro Val He Tyr 
275 280 285 



Thr Trp Arg Ser Arg Asp Leu Arg Arg Glu Val Leu Arg Pro Leu Leu 
290 295 300 
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Cys Trp Arg Gin Gly Lys Gly Ala 
305 310 

Gly His Arg Leu Leu Pro Leu Arg 
325 

Leu His Met Pro Thr Ser Pro Thr 
340 



Thr Gly Arg Arg Gly Gly Asn Pro 
315 320 

Ser Ser Ser Ser Leu Glu Arg Gly 
330 335 

Phe Leu Glu Gly Asn Thr Val Val 

345 350 



<210> 22 

<2ll> 353 
<212> PRT 

<213> Homo sapiens 
<400> 22 

Met Gly Ser Leu Tyr Ser Glu Tyr Leu Asn Pro Asn Lys Val Gin Glu 
1 5 10 15 

His Tyr Asn Tyr Thr Lys Glu Thr Leu Glu Thr Gin Glu Thr Thr Ser 
20 25 30 

Arg Gin Val Ala Ser Ala Phe He Val He Leu Cys Cys Ala He Val 
35 40 45 

Val Glu Asn Leu Leu Val Leu He Ala Val Ala Arg Asn Ser Lys Phe 
50 55 60 

His Ser Ala Met Tyr Leu Phe Leu Gly Asn Leu Ala Ala Ser Asp Leu 
65 70 75 80 

Leu Ala Gly Val Ala Phe Val Ala Asn Thr Leu Leu Ser Gly Ser Val 
85 90 95 

Thr Leu Arg Leu Thr Pro Val Gin Trp Phe Ala Arg Glu Gly Ser Ala 
100 105 110 

Phe He Thr Leu Ser Ala Ser Val Phe Ser Leu Leu Ala He Ala He 
115 120 125 

Glu Arg His Val Ala He Ala Lys Val Lys Leu Tyr Gly Ser Asp Lys 
130 135 140 

Ser Cys Arg Met Leu Leu Leu He Gly Ala Ser Trp Leu He Ser Leu 
145 150 155 160 

Val Leu Gly Gly Leu Pro He Leu Gly Trp Asn Cys Leu Gly His Leu 
165 170 ^ " 175 

Glu Ala Cys Ser Thr Val Leu Pro Leu Tyr Ala Lys His Tyr Val Leu 
180 185 190 

Cys Val Val Thr He Phe Ser He He Leu Leu Ala Val Val Ala Leu 
195 200 205 



Tyr Val Arg He Tyr Cys Val Val Arg Ser Ser His Ala Asp Met Ala 
210 215 220 
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Ala Pro Gin Thr Leu Ala Leu Leu Lys Thr Val Thr lie Val Leu Gly 

225 230 235 240 

Val Phe lie Val Cys Trp Leu Pro Ala Phe Ser lie Leu Leu Leu Asp 

245 250 255 

Tyr Ala Cys Pro Val His Ser Cys Pro lie Leu Tyr Lys Ala His Tyr 

260 265 270 

Leu Phe Ala Val Ser Thr Leu Asn Ser Leu Leu Asn Pro Val lie Tyr 

275 2 80 2.85 — 



Thr Trp Arg Ser Arg Asp Leu Arg Arg Glu Val Leu Arg Pro Leu Gin 
290 295 300 

Cys Trp Arg Pro Gly Val Gly Val Gin Gly Arg Arg Arg Gly Gly Thr 
305 310 315 320 

Pro Gly His His Leu Leu Pro Leu Arg Ser Ser Ser Ser Leu Glu Arg 
325 330 335 

Gly Met His Met Pro Thr Ser Pro Thr Phe Leu Glu Gly Asn Thr Val 
340 345 350 

Val 



<210> 23 
<211> 351 
<212> PRT 

<213> Homo sapiens 
<400> 23 

Met Val He Met Gly Gin Cys Tyr Tyr Asn Glu Thr He Gly Phe Phe 
15 10 15 

Tyr Asn Asn Ser Gly Lys Glu Leu Ser Ser His Trp Arg Pro Lys Asp 
20 25 30 

Val Val Val Val Ala Leu Gly Leu Thr Val Ser Val Leu Val Leu Leu 
35 40 45 

Thr Asn Leu Leu Val He Ala Ala He Ala Ser Asn Arg Arg Phe His 
50 55 60 

Gin Pro He Tyr Tyr Leu Leu Gly Asn Leu Ala Ala Ala Asp Leu Phe 
65 70 75 80 

Ala Gly Val Ala Tyr Leu Phe Leu Met Phe His Thr Gly Pro Arg Thr 
85 90 95 

Ala Arg Leu Ser Leu Glu Gly Trp Phe Leu Arg Gin Gly Leu Leu Asp 
100 105 110 

Thr Ser Leu Thr Ala Ser Val ^a_Thr_Leja_Leu_Ala-Ile-Al-a-Va-l- Glu- 
ITS "120 125 
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Arg His Arg Ser Val Met Ala Val Gin Leu His Ser Arg Leu Pro Arg 
130 135 140 

Gly Arg Val Val Met Leu He Val Gly Val Trp Val Ala Ala Leu Gly 
145 150 155 160 

Leu Gly Leu Leu Pro Ala His Ser Trp His Cys Leu Cys Ala Leu Asp 
165 170 175 

Arg Cys Ser Arg Met Ala Pro Leu Leu Ser Arg Ser Tyr Leu Ala Val 
180 185 190 

Trp Ala Leu Se r _ _S e r _Leu - -Leu-— V-ai- Phe ' Leu" Le u~Me t Val Ala Val Tyr 
195 200 205 



Thr Arg He Phe Phe Tyr Val Arg Arg Arg Val Gin Arg Met Ala Glu 
210 215 220 

His Val Ser Cys His Pro Arg Tyr Arg Glu Thr Thr Leu Ser Leu Val 
225 230 235 240 

Lys Thr Val Val He He Leu Gly Ala Phe Val Val Cys Trp Thr Pro 
245 250 255 

Gly Gin Val Val Leu Leu Leu Asp Gly Leu Gly Cys Glu Ser Cys Asn 
260 265 270 

Val Leu Ala Val Glu Lys Tyr Phe Leu Leu Leu Ala Glu Ala Asn Ser 
275 280 285 

Leu Val Asn Ala Ala Val Tyr Ser Cys Arg Asp Ala Glu Met Arg Arg 
290 295 300 

Thr Phe Arg Arg Leu Leu Cys Cys Ala Cys Leu Arg Gin Ser Thr Arg 
305 310 315 320 

Glu Ser Val His Tyr Thr Ser Ser Ala Gin Gly Gly Ala Ser Thr Arg 
325 330 ' 335 

He Met Leu Pro Glu Asn Gly His Pro Leu Met Asp Ser Thr Leu 
340 345 * 350 



<210> 24 

<211> 1056 

<212> DNA 

<213> Homo sapiens 

<400> 24 

atggtcatca tgggccagtg ctactacaac gagaccatcg gcttcttcta taacaacagt 60 

ggcaaagagc tcagctccca ctggcggccc aaggatgtgg tcgtggtggc actggggctg 120 

accgtcagcg tgctggtgct gctgaccaat ctgctggtca tagcagccat cgcctccaac 180 

cgccgcttcc accagcccat ctactacctg ctcggcaatc tggccgcggc tgacctcttc 240 

gcgggcgtgg cctacctctt cctcatgttc cacactggtc cccgcacagc ccgactttca 300 

cttgagggct ggttcctgcg gcagggcttg ctggacacaa gcctcactgc gtcggtggcc 360 

acactgctgg ccatcgccgt ggagcggcac cgcagtgtga _tg_g_ccg_tg.c.a__gctgcaGagc— 4~2"0 

cgcctg^cccc_ _gt_gg.ccg.cg-t -ggt-eatgctc"at"t"gtgggcg tgtgggtggc tgccctgggc 480 

c~tggggctgc tgcctgccca ctcctggcac tgcctctgtg ccctggaccg ctgctcacgc 540 
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atggcacccc tgctcagccg ctcctatttg 
ttcctgctca tggtggctgt gtacacccgc 
cgcatggcag agcatgtcag ctgccacccc 
aagactgttg tcatcatcct gggggcgttc 
ctgctcctgg atggtttagg ctgtgagtcc 
ctactgctgg ccgaggccaa ctcactggtc 
gagatgcgcc gcaccttccg ccgccttctc 
gagtctgtcc actatacatc ctctgcccag 
gagaacggcc acccactgat ggactccacc 



gccgtctggg ctctgtcgag cctgcttgtc 600 
attttcttct acgtgcggcg gcgagtgcag 660 
cgctaccgag agaccacgct cagcctggtc 720 
gtggtctgct ggacaccagg ccaggtggta 780 
tgcaatgtcc tggctgtaga aaagtacttc 840 
aatgctgctg tgtactcttg ccgagatgct 900 
tgctgcgcgt gcctccgcca gtccacccgc 960 
ggaggtgcca gcactcgcat catgcttccc 1020 
ctttag 1056 



